Bacteroides pyogenes is found in the human and animal gut and is implicated in the pathogenesis of metritis in cows. We report the draft genome sequences of four Bacteroides pyogenes isolates obtained from the uterus of metritic cows. This will increase the understanding of its pathogenicity, antimicrobial resistance, and differentiation across hosts.
a genome coverage of 79ϫ. KG-32 had 1,303,278 reads with a genome coverage of 93ϫ. Sickle version 1.33.1 (10) was used to trim FastQ data using a quality parameter of 30 and length of 50. k-mer values of 21, 33, 55, 77, 99, and 127 were used for de novo assembly on SPAdes version 3.11.1 (11) . PGAP (12) and PATRIC (13) were used to annotate the assembled genomes. All software was used with default parameters, unless otherwise specified. The genomic features of the four isolates are displayed in Table 1 .
The presence of antibiotic resistance genes (ARGs) was varied across the strains, with a beta-lactam resistance gene (cfxA2) being the only ARG shared by all four strains (14) . KG-32 is the only strain lacking tetracycline resistance genes, while KG-29, KG-30, and KG-31 had 5, 1, and 7 copies of a tetracycline ribosomal protection gene (tetQ), respectively (15) . KG-29, KG-31, and KG-32 contain a dihydropteroate synthase type-2 gene (sul2) which can confer resistance to sulfonamides (16) . These Bacteroides pyogenes genomes obtained from cow hosts will enable a better understanding of the species' differentiation across host species.
Data availability. These whole-genome sequences are available at DDBJ/EMBL/ GenBank under accession numbers VKLY00000000 (KG-29), VKLX00000000 (KG-30), VKLW00000000 (KG-31), and VKLV00000000 (KG-32). This project and the trimmed reads have been uploaded into the NCBI Sequence Read Archive under BioProject number PRJNA553588 and accession numbers SRS5092517 (KG-29), SRS5092516 (KG-30), SRS5092515 (KG-31), and SRS5092514 (KG-32). 
